An orange-coloured, aerobic, motile, short-rod-shaped bacterial strain, designated EGI 6500337 T , was isolated from the surface-sterilized root of a halophyte, Anabasis elatior (C. A. Mey.) Schischk, collected from Urumqi, Xinjiang province, north-west China. Growth occurred at 5-35 C (optimum 30 C), at pH 6.0-9.0 (optimum pH 7.0) and in the presence of 0-6 % (w/v) NaCl (optimum 0-1 %). Phylogenetic analysis based on 16S rRNA gene sequences indicated that strain EGI 6500337
, was isolated from the surface-sterilized root of a halophyte, Anabasis elatior (C. A. Mey.) Schischk, collected from Urumqi, Xinjiang province, north-west China. Growth occurred at 5-35 C (optimum 30 C), at pH 6.0-9.0 (optimum pH 7.0) and in the presence of 0-6 % (w/v) NaCl (optimum 0-1 %). Phylogenetic analysis based on 16S rRNA gene sequences indicated that strain EGI 6500337
T formed a distinct lineage in the cluster that comprised the genera The genus Aurantimonas was first erected by Denner et al. (2003) , and its latest description was emended by Rathsack et al. (2011) . At the time of writing, the genus Aurantimonas contains two species with validly published names, Aurantimonas coralicida (Denner et al., 2003) isolated from a diseased coral (Dichocoenia stokesi) and Aurantimonas manganoxydans (Anderson et al., 2009) isolated from the oxic/anoxic interface in Saanich Inlet, British Columbia, Canada, and one species with an invalidly published name 'Aurantimonas litoralis' (Anderson et al., 2009 ) isolated from surface waters of the Oregon coast. Aurantimonas strains lack sulfoquinovosyldiacylglycerol (SQDG) in the polar lipid profile, which enables them to be differentiated from members of the genus Aureimonas (Rathsack et al., 2011) . At the time of writing, the genus Aureimonas contains seven recognized species, two of which, Aureimonas altamirensis and Aureimonas frigidaquae (Kim et al., 2008) , cluster with Aurantimonas in the phylogenetic tree based on 16S rRNA gene sequence analysis (Lin et al., 2013; Madhaiyan et al., 2013 ; also shown in Fig. 2 ). In this study, an orange-coloured bacterial strain, designated EGI 6500337 T , was isolated from the surfacesterilized root of Anabasis elatior (C. A. Mey.) Schischk. The aim of the present work was to determine the taxonomic position of strain EGI 6500337
T by using a polyphasic taxonomic approach.
Healthy plant samples of Anabasis elatior were sampled at Urumqi city, Xinjiang, China, in July 2014. The roots were washed and surface-sterilized as described by Qin et al. (2008) , and surface-sterilized roots were treated by using liquid nitrogen and subsequently ground, diluted serially with sterilized water and spread onto glycerol-asparagine agar (L-asparagine 1.0 g, glycerol 1.0 g, K 2 HPO 4 1.0 g, trace salt 1 ml, agar 15.0 g, distilled water 1000 ml, pH 7-7.2) supplemented with 3 % (w/v) NaCl, and incubated at 30 C for 2-6 weeks. Strain EGI 6500337 T was isolated by using a three-fold dilution method. The isolate was purified and maintained on yeast extract-malt extract agar (ISP 2) (Shirling & Gottlieb, 1966) The cell morphology of strain EGI 6500337 T was examined by using light microscopy (BH-2; Olympus) and transmission electron microscopy (QUANTA200; FEI), with cells grown on 2216 agar medium at 30 C. Colours of colonies were observed according to colour chips from the ISCC-NBS colour charts standard (Kelly, 1964 ). Gram staining was tested by using the standard Gram staining procedure. Cell motility was determined as described by Skerman (1967) . Growth was monitored at different temperatures (5, 10, 15, 20, 25, 30, 35, 40, 45, 50 C) on 2216 agar medium at 30 C for 14 days. The pH range (pH 4.0-12.0, at intervals of 1.0 pH units) was tested by using 2216 broth that was buffered as described by Xu et al. (2005) . Tolerance of NaCl was determined in tripticase soy broth (TSB) supplemented with 0-10 % (w/v) NaCl (at intervals of 1 %). Catalase and oxidase activities were determined based on bubble production in 3 % (v/v) H 2 O 2 and using 1 % (w/v) tetramethyl р-phenylenediamine (bioM erieux), respectively. API ZYM and API 20NE strips (bioM erieux) were used to analyse enzyme activity and other phenotypic tests according to the instructions of the manufacturer.
Cells of strain EGI 6500337
T were Gram-stain-negative, aerobic, catalase-positive, oxidase-positive and motile short rods (0.67-0.70Â1.0-1.1 µm) (Fig. 1 ). Colonies were orange-coloured on 2216 agar medium. Growth occurred at 5-35 C (optimum 30 C), at pH 6.0-9.0 (optimum pH 7.0) and in the presence of 0-6 % (w/v) NaCl (optimum 0-1 %). The detailed morphological, physiological and biochemical characteristics of strain EGI 6500337
T are summarized in Table 1 T were grown on tripticase soy agar (TSA; BD) medium at 30 C for 4 days. Fatty acid analysis was performed as described by Sasser (1990) using GC according to the standard protocol of the MIDI/Hewlett Packard Microbial Identification System (Sherlock Version 6.1; MIDI database: TSBA6). Quinones and polar lipids were analysed using cells grown on 2216 agar medium at 30 C for 4 days. Isoprenoid quinones were extracted according to Collins et al. (1977) and were identified by reversed-phase HPLC analysis (ZOR-BAX Eclipse XDB-C 18 250Â4.6 mm) (Kroppenstedt, 1982) . Polar lipids were extracted as described by Minnikin et al. (1984) and identified on silica gel plates (Kieselgel 60 F 254 ; Merck) by two-dimensional TLC and spraying the plates with 10 % ethanolic molybdophosphoric acid, molybdenum blue, ninhydrin and a-naphthol reagents (Minnikin et al., 1984; Komagata & Suzuki, 1987) and with Dragendorff's reagent (Sigma).
The dominant cellular fatty acids of strain EGI 6500337 T were C 18 : 1 !7c (66.4 %), C 19 : 0 !8c cyclo (23.3 %), C 16 : 0 (3.3 %), C 18 : 0 (1.9 %) and C 20 : 0 !7c (1.3 %). The fatty acids C 18 : 1 !7c, C 19 : 0 !8c cyclo and C 16 : 0 were typically the major fatty acids found in the type strains of members of the genus Aurantimonas (Denner et al., 2003) . Otherwise, the fatty acid profile of strain EGI 6500337
T was similar to 500 nm that of Aurantimonas coralicida DSM 14790 T and clearly differed from those of the two Aureimonas type strains, which contained low proportions of C 19 : 0 !8c cyclo (Table S1 , available in the online Supplementary Material). Cells of strain EGI 6500337
T contained Q-10 as the dominant quinone. Polar lipids present in strain EGI 6500337 T were diphosphatidylglycerol, phosphatidylglycerol, phosphatidylcholine, phosphatidylethanolamine, unidentified aminolipids and an unidentified glycolipid (Fig. S1) . The polar lipid profile of strain EGI 6500337
T appeared similar to those of Aurantimonas coralicida DSM 14790
T with respect to the absence of SQDG. Moreover, the presence or absence of SQDG is the most important chemotaxonomic feature that is used to differentiate the genus Aurantimonas from the genus Aureimonas as described by Rathsack et al. (2011) . not detected; R, rods; SR, short rods. PC, phosphatidylcholine; PG, phosphatidylglycerol; DPG, diphosphatidylglycerol; PE, phosphatidylethanolamine; PME, phosphatidylmethyl ethanolamine; AL, aminolipids; GL, glycolipids; SQDG, sulfoquinovosyldiacylglycerol. All data were obtained from this study except where indicated. All strains are positive for the following characteristics: presence of catalase, oxidase, urease, esterase (C4) and acid phosphatase. They are negative for the following characteristics: nitrate reduction, indole production, hydrolysis of gelatin, assimilation of capric acid, adipic acid, citrate and phenylacetic acid, and presence of lipase (C14), cystine arylamidase, chymotrypsin, a-galactosidase, b-galactosidase, b-glucuronidase, a-glucosidase, b-glucosidase, a-mannosidase, b-fucosidase and N-acetyl-b-glucosaminidase activities. NaCl range for growth (%, w/v) 0-6 0-4 0-11 0-5 0-7 pH range for growth 6-9 5-8 5-10 5-10 5-10 API 20 NE tests:
Glucose fermentation The genomic DNA of strain EGI 6500337 T was extracted and purified by the method of Marmur (1961) and the DNA G+C content was determined by using reversedphase HPLC (Mesbah et al., 1989) . The 16S rRNA gene was amplified using bacterial universal primer pair 8f (5¢-AGAGTTTGATCCTGGCTCAG-3¢) and 1492r (5¢-GGTTACCTTGTTACGACTT-3¢) (Lane, 1991) . PCR products were purified using a QIAquick PCR purification Kit (Qiagen), and cloned into pEASY T1-simple vector and sequenced at Sangon Biotech (http://www.sangon. com). Searches for related similar species were carried out by using the Eztaxon server (http://eztaxon-e.ezbiocloud. net/) (Kim et al., 2012) and alignments of 16S rRNA gene sequences were performed by using CLUSTAL X 1.83 (Thompson et al., 1997) . Phylogenetic trees were reconstructed using the neighbour-joining (Saitou & Nei, 1987) , maximum-likelihood (Felsenstein, 1981) and maximumparsimony (Fitch, 1971 ) methods available in MEGA version 5.0 software (Tamura et al., 2011) . Bootstrap analysis based on 1000 replications was conducted for evaluating the confidence level of the branch nodes (Felsenstein, 1985) . Evolutionary distances were computed according to the algorithm of Kimura's two-parameter model (Kimura, 1983) .
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Mesorhizobium amorphae 0.02 * * * * * * * * * * * * * * * * * * Fig. 2 . Neighbour-joining phylogenetic tree based on 16S rRNA gene sequences, showing the position of strain EGI 6500337 T and related taxa. Numbers at nodes indicate the level of bootstrap support (>50 %) based on 1000 resamplings. Asterisks indicate the corresponding nodes that were also recovered in the tree generated with the maximum-parsimony algorithm. The maximum-likelihood method generated the same tree topology as the neighbour-joining algorithm. Bar, 0.02 changes per nucleotide position.
Description of Aurantimonas endophytica sp. nov.
Aurantimonas endophytica (en.do.phy'ti.ca. Gr. pref. endo within; Gr. n. phyton plant; L. fem. suff. -ica adjectival suffix used with the sense of belonging to; N.L. fem. adj. endophytica within plant, endophytic, pertaining to the original isolation from plant tissues).
Cells are Gram-stain-negative, catalase-positive, oxidasepositive, non-spore-forming, motile short rods (0.67-0.70Â1.0-1.12 µm). Colonies on 2216 agar medium are convex, circular, smooth and orange-coloured. Growth occurs at 5-35 C (optimum 30 C), at pH 6.0-9.0 (optimum pH 7.0) and in the presence of 0-6.0 % (w/v) NaCl (optimum 0-1.0 %). According to the results from the API 20NE and API ZYM strips, positive for acid phosphatase, alkaline phosphatase, esterase (C4), esterase lipase (C8), leucine arylamidase and naphthol-AS-BI-phosphohydrolase enzyme activities, hydrolysis of aesculin and release of urea. Positive for assimilation of malic acid, mannitol and mannose. The following enzyme activities are not present: N-acetyl-b-glucosaminidase, arginine dihydrolase, chymotrypsin, cystine arylamidase, b-fucosidase, a-galactosidase, b-galactosidase, a-glucosidase, b-glucosidase, b-glucuronidase, lipase (C14), a-mannosidase, valine arylamidase and trypsin. Fermentation of glucose, indole production, nitrate reduction and hydrolysis of gelatin are negative, and negative for utilization of N-acetyl-glucosamine, adipic acid, arabinose, capric acid, citrate, glucose, maltose, phenylacetic acid and potassium gluconate. Major fatty acids (>10 %) are C 18 : 1 !7c and C 19 : 0 !8c cyclo. The dominant isoprenoid quinone is Q-10. The polar lipids are diphosphatidylglycerol, phosphatidylglycerol, phosphatidylcholine, phosphatidylethanolamine, two unknown aminophospholipids and one unknown glycolioid.
The type strain, EGI 6500337 T (=KCTC 52296 T =CPCC 100904 T ), was isolated from healthy root of the halophyte Anabasis elatior (C. A. Mey.) Schischk, collected from Urumqi city, Xinjiang, China. The G+C content of the genomic DNA of the type strain is 66.8 mol%.
